Figure 1. Map of Southeast Asia
This map shows the location of the Andaman and Nicobar Islands, Republic of India.
tives of the early Australo-Melanesian settlers of Southand for their allelic status at position 10400, a C to T transition that defines the major "Asian" haplogroup M east Asia and Oceania, and not closely related to the African pygmoid peoples [7] . It has been suggested that [12] . None of the Andamanese exhibited the 9-bp deletion. All but two of the Andamanese had the 10400T the small stature of some nomadic hunting and gathering peoples in Asia and Africa might be a local adaptasubstitution, indicating that they belonged to haplogroup M. tion to a tropical rainforest environment, rather than the result of a shared ancestry [8] .
Seven of the Andamanese (four Onge and three Great Andamanese) were analyzed further by DNA sequencing Little is known also about the Nicobarese peoples, who inhabit a small archipelago south of the Andamans of selected mtDNA coding sites to investigate their affinity to previously identified subclades of haplogroup M, as well as scattered locations in the Andaman Islands. which define various M subgroups (shown in parentheses) observed in Han Chinese [14] ; sites 7598, specific We present DNA sequence data on Y chromosome markers, and maternally transmitted mtDNA coding and to haplogroup E of Borneo and Malaysia, and 16144, which defines haplogroup Q, a subclade of M common non-coding region data, for several groups of Andaman Islanders and a sample of Nicobarese. This is the first in Papua New Guinea. The seven Andamanese were molecular genetic evidence on the affinities of the Andaidentical to the mtDNA reference [15] at these sites and man Islanders, arguably the most enigmatic people on lacked the substitutions known to define previously obour planet.
served M subclades.
Sequences of approximately 400 bp of the first hyperResults variable region (HVR1) were generated for 87 presentday Andamanese. Only ten different mtDNA haplotypes were observed (Table 1) . The Andamanese sequences Mitochondrial DNA Analysis The present-day Andamanese, bar the four Jarawa, within haplogroup M were of two HVR1 types. The first type, seen in all three Andamanese tribes, was reprewere tested for the presence of the intergenic 9-base pair (9-bp) deletion common in Asian populations [11] sented by a single haplotype, And.hap1, and was char- The second, with the M55 mutation, is common in Japan The mtDNA diversity of the Great Andamanese was they were later largely assimilated or supplanted by Neolithic agriculturalists. very low. The mtDNA haplotype diversity, mean pairwise differences between sequences, and nucleotide diverThe phylogeography of Y chromosome binary haplotypes suggests that early modern human colonizers of sity in the Great Andamanese was the lowest of any population we examined (Table 3) 
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